Reclassification of
Since the introduction of the genus Streptomyces by Waksman & Henrici (1943) , classification systems have basically relied on the use of morphological and phenotypic criteria. As shown in the literature, these classification schemes often lack taxonomic discriminatory power at the species level. Genotypic approaches have revealed synonymies among several species, as shown for example in the Streptomyces violaceusniger, Streptomyces cyaneus and Streptomyces lavendulae species groups (Labeda & Lyons, 1991a, b; Labeda, 1993) . However, the large number of species with validly published names remains a major practical obstacle in an overall genotypic reclassification of streptomycetes.
published names were screened using BOX-PCR. Numerical analysis of patterns resulted in the delineation of 30 clusters, each comprising multiple type strains with nearly identical patterns. For ten of them (clusters 2, 11, 14, 17, 21, 23, 24, 27, 29, 30 in Lanoot et al., 2004) , taxonomic reclassifications have been proposed and resulted in the emended descriptions of seven species (Lanoot et al., 2004) .
In the present study, the taxonomic relationships between the type strains within clusters 3, 9, 12, 18, 26 (clusters delineated in Lanoot et al., 2004) DNA was extracted using a glass beads/mutanolysin-based lysis method as described previously (Lanoot et al., 2004) . G+C contents were determined via HPLC using the protocol of Tamaoka & Komagata (1984) and were in the range 70-73 mol% for all strains. Genomic relatedness between the strains of each cluster was determined by DNA-DNA hybridizations using the fluorescence-based microplate method of Ezaki et al. (1989) 
